FIGURE 1 



SP22 1 MASKRALVILAKGAEEMETVIPVDIMRRAGIK VTVAGLAGKDPVQCSR DV 50 
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DJ-l 1 MASKRALVILAKGAEEMETVIPVDVMRRAGIK VTVAGLAGKDPVQCSR DV 50 

Peptide 1 



SP22 51 VICPDTSLEEAKTQGPYDWVLPGGNLGAQNLSESALVKEILKEQENRKG 10 0 

MIIMIhll lllllllMlllllllllMlhlMMIMIIIII 

DJ-l 51 VICPDASLEDAKKEGPYDVWLPGGNLGAQNLSESAAVK EILK EQEITRKG 100 

Peptide 2 

SP22 101 LIAAICAGPTALLAHEVGFGCK VTSHPLAK DKMMNGSHYSYSESRVEKD 149 

MlilllllMilllht hlihiiillUMi! Ihlll lllii 

DJ-l 101 LXAAICAGPTALLAHEIGCGSK VTTHPLAK DKMMNGGHYTYSENRVEKD 149 

Peptide 3 



SP22 150 GLILTSRGP GT S F EF AL AI VE AL S GKDMANQ VK AP LVLKD 189 

MlllllillllMIIilMMI - IIMIIIMI 

DJ-l 15 0 GLILTSR GPGTSFEFALAIVEAIiNGKEVAAQVKAPIiVIiKD 18 9 



Peptide 4 



FIGURE 2 



1 A gctgtgcagagccgtctggcagggttgacctcctaaagggatattccatcttt attaatcattag 65 

66 A tagtgtggtcagagacttagcaccattggtctcccccaacctggtccagacatttcagcagttta 130 

131 A tcggaacagcaacaacagcaacaaaaccttcaaaatttacaagtctttaagaaatagaaATGgca 195 
B tgrgc ttcgrcgrtsrgrgrtsrgrasrsrasrsrcsrcgrgrctsrcaggtctttaagaaatagaaATGgca 

1 M A 2 

196 tccaaaagagctctggtcatcctagccaaaggagcagaggagatggagacagtgattcctgtgga 26 0 

16 S K R A L V I LAKGAEEMETVI PVD24 

2 61 catcatgcggcgagctgggattaaagtcaccgttgcaggcttggctgggaaggaccccgtgcagt 3 2 5" 

38 IMRRAGIK VTVAGLAGK _ D P V Q 4 5 

Peptide 1 

32 6 gtagccgtgatgtagtgatttgtccggataccagtctggaagaagcaaaaacacagggaccatac 3 90 

59 C S R DVVICPDTSLEEAKTQGPY 67 

3 91 gatgtggttgttcttccaggaggaaatctgggtgcacagaacttatctgagtcggctttggtgaa 455 

81 DVVVLPGGNLGAQNLSESALVK89 

456 ggagatcctcaaggagcaggagaacaggaagggcctcatagctgccatctgtgcgggtcctacgg 52 0 

103 E I L K EQENRKGL IAAICAGPT 110 

Peptide 2 

* 

521 ccctgctggctcacgaagtaggctttggatgcaaggttacatcgcacccattggctaaggacaaa 5 85 

124 ALLAHEVGFGCKV T S H P L A K D K 132 

Peptide 3 

586 atgatgaacggcagtcactacagctactcagagagccgtgtggagaaggacggcctcatcctcac 65 0 

146 MMNGSHYSYSESRVEK D G L I L T 154 

Peptide 4 

651 cagccgtgggcctgggaccagcttcgagtttgcgctggccattgtggaggcactcagtggcaagg 715 

168 S R GPGTSFEFALAIVEALSGK 175 

716 acatggctaaccaagtgaaggccccgcttgttctcaaagacTAGagagcccaagccctggaccct 7 80 

189 DMANQVKAPLVLKD* 189 

7 81 ggacccccaggctgagcaggcattggaagcccactagtgtgtccacagcccagtgaacctggcat 84 5 
84 6 tggaagcccactagtgtgtccacagcccagtgaacctcaggaactaacgtgtgaagtagcccgct 910 



911 
976 



gctcaggaatctcgccctggctctgtactattctgagccttgctaqtaq aataaa caqttcccca 97 5 
agctc*c*tgacggct* 985 



Figure 3 




Figure 4 




Figure 5 
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MASKRALVILAKGAE 
KRALV ILA KG AEEME 
LVLLAKGAEEMETVI 
LAKGAEEMETVIPVD 
GAEEMETVIPVDIMR 
EMETV IP VDIMRR AG 
TV [P VDTMRRAG IKV 
PVDIMRRAGIKVTVA 
IMRRAGIKVTVAGLA 
DAnncvTVAGI.AGKD 




RDVV 

GKDPVQCSRDVVICP 
PVQCSRDVVICPDTS 
CSRDVVICPDTSLEE 
DVVICPDTSLEEAKT 
ICPDTSLEEAKTQSP 
DTSLEEAKTQGPYDV 
LEEAKTQGPYDVVVL 
AKTQGPYDVVVLPGG 
QGPYDWVLPGGNLG 
YDVVVLPGGNLGAQN 
V VLPGGNLG AQNLS E 
PGGNLGAQNLSESAL 
& NLGAQNLSESALVKE 
a. AQNLSES alv keilk 

CC LSES ALV KE1LKEQE 

S S ALV KEILKEQE NRK 

£ VKEILKEQENRKGLI 

CM 

CM 

£ EQENRKGUAAICAG 



NRKGUAAICAGPTA 
GLIAAICAGPTALLA 
AAICAGPTALLAHEV 
CAGPTALLAHEVGFG 
PTALLAHEVGFGCKV 
LLAHEVGFGCKVTSH 
HEVGFGCKVTSHPLA 
GFGCKVTSHPLAKDK 
CKVTSHPLAKDKMMN 
TSHPLAKDKMMNGSH 
PLAKDKMMNGSHYSY 
KDKMMNGSHYSYSES 
MMNGSHYSYSESRVE 
GSHYSYSESRVEKDG 
YSYSESRVEKDGLIL 
SESRVEKDGLILTSR 
RVE KPGL1LTSR GPG 
KDGLILTSR GPGTSF 
LBLTSR GPGTSFEFA 
TSR GPGTS FEF AL A I 
G PGTSFEF ALA I V E A 
TSFEFALAIVEALSG 
EFAL Al VEALSG KDM 
LAIVEALSGKDMANQ 
VEALSGKDMANQVKA 
LSGKDMANQVKAPLV 
KDMANQVKAPLVLKD 



Figure 9 



St 

m 
ru 
m 

Q 
l» 
O 
W 

o 




Figure 10 
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Figure 1 1 



In Utero Insemination 
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Figure 12 



In Utero Insemination 




figure 13 



OD at 450 nm 
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M A SKRALVILAKG AE 
KRALVILAKGAEEME 
LVILAKGAEEMETVI 
LAKGAEEMETVEPVD 
GAEEMETVIPVDIMR 
EMETVIPVDIMRRAG 
TVIPVDTMRRAGIKV 
PVDIMRRAG1KVTVA 
IMRRAGIKVTVAGLA 
RAGIKVTVAGLAGKD 
IKVTVAGLAGKDPVQ 
TVAGLAGKDPVQCSR 
GLAGKDPVQCSRDVV 
GKDPVQCSRDVV1CP 
PVQCSRDVVICPDTS 
CSRDVV1CPDTSLEE 
DVV1CPDTSLEEAKT 
ICPDTSLEEA KTQS P 
DTSUEEAKXQGEXDy 
iPPATnronpvnvvvi 
AKTOGPYDy VVLPGG 
QGPYDVVVLPGGNLG 
YDVVVLPGGNLGAQN 
VVLPGGNLGAQNLSE 
PGGNLG AQNLSES AL 
NLGAQNLSESALVKE 
A QNLSES ALV KEILK 
LSESALVKEILKEQE 

VK-FTT KFQFNffKfiT il 




ILKEOfiNRKfiUAAl 

EOF.NRKfiT.TAAIPAn 
NRKGL1AAICAGPTA 
GLIA A ICAGPTALLA 
A AIC A G PT ALLAHEV 
CAGPTALLAHEVGFG 
PTALLAHEVG FGCKV 
LLAHEVGFGCKVTSH 
HEVGFGCKVTSHPLA 
GFGTTCVTSHPI.AKnK 



CKVTSHPI AKDKMMN 
TSHPLAKDKM MNGSH 
PLAKDKMMNGSHYSY 
KDKMMNGSHYSYSES 
MMNGSHYSYSESRVE 
GSHYSYSESRVEKDG 
YSYSESRVEKDGLIL 
SESRVEKDGLILTSR 
RVEKDGLILTSRGPG 
KDGLILTSRGPGTSF 
LILTSRG PGTSFEF A 
TSRGPGTSFEFALAI 
GPGTSFEFALAIVEA 
TSFEFALAIVEALSG 
EFALAIVEALSGKDM 
LAIVEALSGKDMANQ 
VE ALSGKDM ANQVKA 
LSGKDMANQV KAPLV 
KDM ANQ VKAPL VUKD 
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FiS), is: 



1 yxym myyxyyy™^^xxxxxxxxxxxxxxxxatqucatccaaaaaaqctctq 66 
1 XXXXXXXXXXXXXMAS KRALV X 22 

67 ctagccaaaggagcagaggagatggagacagtgattccfcgtggacatcatgcggcgagctgggatt 132 
23 LAKGAEEMETVI PVD I M R R A G X 44 
133 aaagtcaccgttgcaggcttggctgggaaggaccccgtgcagtgtagccgtgatgtagtgatttgt 198 
45 KVTVAGLAGKD PVQCSRDVVI C 66 
19 9 ccggataccagtctggaagaagcaaaaacacagggaccatacgatgtggttgttcttccaggagga 2 64 
67 PDTS LEEAKTQGPYDVVVLPGG88 
265 aatctgggtgcacagaacttatctgagtcggctttggtgaaggagatcctcaaggagcaggagaac 33 0 
89 NLGAQNLSESALVKEILKEQ'EN 110 
331 aggaagggcctcatagctgccatctgtgcgggtcctacggccctgctggctcacgaagtaggcttt 3 96 
111 RKGLIAAICAGPTALLAHEVGF 132 

3 97 ggatgcaaggtfcacatcgcacccattggctaaggacaaaatgatgaacggcagtcactacagctac 462 
133 G C KVT S HPLAKD KMMNG S KY S Y 154 

4 63 tcagagagccgtgtggagaaggacggcctcatcctcaccagccgtgggcctgggaccagcttcgag 52 8 
155 SESRVEKDGLILTSRGPGTSFE 175 
52 8 tttgcgctggccattgtggaggcactcagtggcaaggacatggctaaccaagtgaaggccccgctt 5 94 
177 FALAIVEALSGKDMANQVKAPL19B 
5 95 gttctcaaagactagagagcccaagccctggaccctggacccccaggctgagcaggcattggaagc 660 

199 V L K D * ' 202 
661 ccactagagagaccacagcccagtgaacctggcattggaagcccactagtgtgtccacagcccagt 72 6 
7 27 gaacctcaggaactaacgtgtgaagtagcccgctgctcaggaatctcgccctgg<:tctgtactatt 7 92 
793 ctgagccttgctagtagaaiaaacagttccccaagctc 830 



SP22 (A) 



pi^u£fi r lb 



1 gc tg tgcagagccg tctggcagggttgacc tec taaagggatattccatctttattaa teat tag 65 

66 tagtgtggtcagagact tagcaccattggtctcccccaacctggtccagacatttcagcagt tta 13 0 

131 tcggaacagcaacaacagcaacaaaaccttcaaaatttacaagtctttaagaaatagaaATGgca IS 5 

1 M A 2 

196 tccaaaagagctct.ggtcatcctagccaaaggagcagaggagatggagacagtgattcctgtgga 26 0 

3 SKRAIiVILAKGAEEMETVIPVD24 

261 cc. '.catgcggcgacfctgggafctaaagtcaccgttgcaggc ttggctgggaaggaccccgtgcagt 325 

25 IMRRAGIKVTVAGLAGKDPVQ 45 

3 26 gtagccgtgatgtiigtgatttgtccggataccagtctggaagaagcaaaaacacagggaccatac 3 50 

46 CSRDVVICPDTSLEEAKTQGPY67 

3 91 gatgtggttgttcttccaggaggaaatctgggtgcacagaacttatctgagtcggctttggtgaa 455 

68 DVVVLPGGNLGAQNLSESALVK89 

45 6 ggagatcc tcaag gagcaggagaacaggaagggcc teat age tgee ate tgtgcggg tec tacgg 52 0 

SO EILKEQENRKGLIAAICAGPT 110 

521 ccc tgctggctca cgaagtaggc tttggatgcaagg ttacatcgcacccat tggctaaggac aaa 5 65 

111 ALrLAF EVGFGCKVTSHPLAKDK 132 

586 , a tgatgaacggcc.gtcac tacagc tac teagagagecg tgtggagaaggacggce tcatcc tcac 650 

133 MMNGSHYSYSESRVEXDGLILT 154 

651 cagccgtgggccUgggaccagc ttcgagtt tgege tggccattgtggaggcactcag tggcaagg 715 

155 SRGPGTSFEFALAIVEALSCK 175 

716 acatggctaacc.iagtgaaggccccgct tgttc tcaaagacTAGagagcccaagccctggaccc t 7 8 0 

176 D M A N 0 V K A P h V L K D 169 

7 81 ggacccccaggctgagcaggcattggaagcccactagtgtgtccacagcccagtgaacctggcat 84 5 

84 6 tggaagcccactagtgtgtccacagcccagtgaaccccaggaactaacgtgtgaagtagcccgct 910 

911 gctcaggaa tctcgccctggctctgtactat tctgagccttgctagtagaataaacagt tcccca 97 5 



